Supp Table S1
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Supp Table S4
Analysis methods used to identify the correct number of genetic clusters from the STRUCTURE analysis for the three populations, Eyre Peninsula, South Australia, Yellabinna
Regional Reserve, South Australia, and south-western Great Victoria Desert, Western
Australia. Two scenarios were tested in STRUCTURE; allele frequencies correlated and allele frequencies independent.
Supp Table S5
Population differentiation calculated from 16 polymorphic microsatellite loci across 10 S.
psammophila sites (Site 4 was removed due to low sample size, n = 2) within the Middleback Ranges region (Middleback). Mean pairwise FST is reported below the diagonal and pairwise 
